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Supplementary Table 2:
Simulations using UK10K sequencing data over 3,047 individuals to assess the tagging properties of SNPs on the iCOGS genotyping platform. We simulated phenotypes starting from the real UK10K sequencing data and employed the variance components framework to estimate heritability attributable to each functional category using only the SNPs present on the iCOGS platform ("iCOGS" columns) or 1000 Genomes SNPs imputed from the iCOGS data ("Imputed" columns). We report the inferred % from simulations where causal effects within LNCaP: H3k27ac are not enriched (top) or enriched to explain 50% of the SNP-heritability (bottom). In both scenarios, we observe that variance components using only iCOGS SNPs underestimate the % coming from the LNCaP: H3k27ac category. However, using the imputed data attained an estimate closer to the simulated % (e.g. 31% as opposed to 13% for the case when LNCaP: H3k27ac variants were simulated to explain 50% of all SNP-heritability). This suggests that our inferred % results for LNCaP: H3k27ac using iCOGS SNPs are a lower bound on the total SNP-heritability attributable to LNCaP: H3k27ac in the iCOGS data (42,613 individuals, see main text).
LNCaP: H3k27ac category not enriched with causal variants
All SNPs explain equal variance in trait Common SNPs explain more variance BPC3 is the European genome-wide array study; AAPC is the African American genome-wide array study; and iCOGS is the custom chip used for main results (split into four equally sized sub groups for computational efficiency). BPC3 ( ) corresponds to an estimate from 65 previously genome-wide significant SNPs in the BPC3. Bottom row reports the inverse-variance weighted meta-analysis estimates from the iCOGS. No significant heterogeneity was observed between the iCOGS sub-groups, and the iCOGS meta-analysis estimate does not differ significantly from the BPC3 or AAPC estimates. All estimates were converted to the liability scale using a prevalence of 0.14 and the listed case/control ratios. 
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